GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame _j?lus_p2n model 

Run on: February 10, 2006, 18:27:29 ; Search time 401 Seconds 

(without alignments) 
571.787 Million cell updates/sec 

Title : US-10-72 9-571B-2 

Perfect score: 1315 

Sequence: 1 MKIGVFDSGVGGFSVLKSLL FHASGDVIWLERQAKEWLKL 255 



Scoring table: 



BLOSUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



6240305 seqs, 449581930 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



12480610 



Command line parameters : 
-MODEL=f rame+_p2n . model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US1072957l/runat_09022 006_102157_17424/app_query. fasta_l 
-DB=Published_Applications_NA_New -QFMT=fastap -SUFFIX=p2n . rnpbn -MINMATCH=0 . 1 
-LOOPCL=0 -LOOPEXT=0 -UNITS=bits - START= 1 -END=-1 -MATRIX=blosum62 
-TRANS=human40 . cdi -LIST=45 -D0CALIGN=2 00 -THR_SCORE=pct -THR_MAX=100 
-THR_MIN=0 -ALIGN=15 - MOD E= LOCAL -OUTFMT=pto -N0RM=ext -HEAPSIZE=50 0 -MINLEN=0 
-MAXLEN=2000000000 -HOST=abss05p 

-USER=US1072 9571__@CGN_l_l_33 5_@runat_09022 006_102157_17424 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=120 
-WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 - XGAPEXT =0 . 5 -FGAPOP =6 -FGAPEXT=7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : Published_Applications_NA_New : * 

1 : /cgn2_6/ptodata/l/pubpna/US08_NEW_PUB .seq: * 

2 : /cgn2_6/ptodata/l/pubpna/US06_NEW_PUB . seq : * 

3 : /cgn2_6/ptodata/l/pubpna/US07_NEW_PUB . seq : * 

4 : /cgn2_.6/ptodata/l/pubpna/PCT_NEW_PUB. seq: * 

5 : /cgn2_6/ptodata/ l/pubpna/US09_NEW_PUB . seq : * 

6 : /cgn2_6/ptodata/l/pubpna/US10_NEW_PUB.seq: * 

7 : /cgn2_6/ptodata/l/pubpna/US10_NEW_PUB . seql : * 

8 : /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB . seq : * 

9: /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB.seq2 :* 

10 : /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB . seq3 : * 

11 : /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB. seq4 : * 



12 : /cgn2_6/ptodata/l/pubpna/US60_NEW_PUB . seq : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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ID 
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Q 


28 


80 


6 


. 1 


1272 


11 


US-11-098-686-9719 


oequence 27 /X27 , Ap 


Q 


29 


80 


6 


.1 


2993 


7 


US-10-793-626-3821 


oequence jozi, Ap 


c 
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US-10-995-561-13309 
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Sequence 2295., Ap 


c 


32 


79.5 


6 


.0 


3227 


7 


US-10-793-626-4111 


Sequence 4111, Ap 




33 


78.5 


6 


.0 


3842 


7 


US-10-793-626-3715 


Sequence 3715, Ap 


c 


34 


78.5 


6 


.0 


6126 


7 
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Sequence 2 86, App 




35 


78 


5 


.9 
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7 
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Sequence 189, App 




36 


78 


5 


.9 
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7 
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Sequence 3389, Ap 


c 


37 
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5 


.9 
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11 
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Sequence 2279, Ap 
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5 


.9 
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39 
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5 


.9 
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Sequence 13405, A 
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42 


77 


5 


.9 


1606 


7 
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Sequence 61279, A 


c 
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c 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame__ plus_p2n model 
Run on: February 10, 2006, 18:11:39 



Title: 

Perfect score : 
Sequence : 

Scoring table: 



US-10-729-571B-2 
1315 

1 MKIGVFDSGVGGFSVLKSLL . 



; Search time 201 Seconds 
(without alignments) 
2255.116 Million cell updates/sec 



. FHASGDVIWLERQAKEWLKL 255 



BLOSUM62 
Xgapop 10 
Ygapop 10 
Fgapop 6 
Del op 6 



. 0 
.0 

.0 
.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



1303057 seqs, 888780828 residues 



Total number of hits satisfying chosen parameters: 2606114 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-M0DEL=f rame+_p2n . model -DEV=xlh 

-Q=/abss/ABSSWEB_spool/US1072 9571/runat_09022 006_102153_1732 6/app_query . fasta_ 
-DB=Issued_Patents_NA -QFMT=fastap -SUFFIX=p2n. rni -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 
- MODE = LOCAL -OUTFMT=ptO -N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
-HOST=abss03h -USER=US1072 9571_@CGN_l_l_193_@runat_09022006_102153_1732 6 
-NCPU=6 -ICPU=3 -N0_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 
-DEV_TIMEOUT=12 0 -WARN_TIME0UT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP =6 
-FGAPEXT =7 -YGAPOP=10 -YGAPEXT=0.5 -DEL0P=6 -DELEXT=7 



Database 



Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/l_C0MB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5_C0MB . seq : * 

3 : /cgn2_6/ptodata/l/ina/6A_C0MB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_C0MB. seq: * 

5 : /cgn2_6/ptodata/l/ina/H_COMB . seq : * 

6 : /cgn2_6/ptodata/l/ina/PCTUS_C0MB . seq : * 

7 : /cgn2_6/ptodata/l/ina/PP_COMB. seq: * 

8 : /cgn2_6/ptodata/l/ina/RE_COMB. seq: * 

9 : /cgn2_6/ptodata/l/ina/backf ilesl . seq : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 



and is derived by analysis of the total score distribution. 

SUMMARIES 

% 
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14079, A 
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US-09-543-681A-2504 


Sequence 


2504, Ap 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame _plus_p2n model 

Run on: February 10, 2006, 17:54:20 ; Search time 3842 Seconds 

(without alignments) 
3772.795 Million cell updates/sec 



Title: 



US-10-729-571B-2 



Perfect score: 1315 



Sequence : 



1 MKIGVFDSGVGGFSVLKSLL FHASGD VI WLERQAKEWLKL 255 



Scoring table: BLOSUM62 

Xgapop 10.0 , Xgapext 0 . 5 

Ygapop 10.0 , Ygapext 0 . 5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7 . 0 



Searched: 



5883141 seqs, 28421725653 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



11766282 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Command line parameters: 
-MODEL=f rame+_p2n. model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US1072 957l/runat_09022 006_10214 9_17235/app_query. fasta_l 
-DB=GenEmbl -QFMT=fastap -SUFFIX=p2n . rge -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 - 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL 
-0UTFMT=pto -N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 -HOST=abss05p 
-USER=US10729571_@CGN_l_l_7415_@runat_09022006_102149_17235 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=12 0 
-WARN_TIMEOUT=3 0 - THREADS = 1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP=6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT=0.5 -DEL0P=6 -DELEXT=7 



Database : GenEmbl : * 



1 


gb_ba : * 


2 


gb_in : * 


3 


gb_env : * 


4 


gb_om : * 


5 


gb_ov : * 


6 


gb_pat : * 


7 


gb jph : * 


8 


gbjpr : * 


9 


gb_ro : * 


10: gb_sts: 


11: gb_sy:* 


12: gb_un:* 



13 
14 
15 



gb_vi : * 
gb_htg : * 
gbjpl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





No . 


v Score 


Match Length 


DB 


ID 


Description 




1 


1315 


100 


.0 


768 


6 


CQ846366 


CQ846366 


Sequence 




2 


1315 


100 


.0 


10781 


1 


AE001483 


AE001483 


Helicobac 




"3 
J 


1 OCT 

X Z. _J / 


95 


.6 


768 


o 


O *x O J oo 


CQ846368 


Sequence 


Q 


4 


1249 


95 


.0 


26276 


1 


AY330643S2 


AY330644 


Helicobac 




5 


1248 


94 


.9 


765 




COR463 98 


CQ846398 


Sequence 






1248 


94 


. 9 


768 




COR463R4 


CQ846384 


Sequence 




7 

i 


1 94 R 
x ^ *± o 


94 


. 9 


11141 


t 

X 




AE000569 


Helicobac 




Q 
o 


1 94fi 


94 


. 8 


768 


a 

D 


V— O *± O J OD 


CQ846386 


Sequence 


Q 


9 


1245 


94 


.7 


26663 






AY330639 


Helicobac 




10 


1240 


94 


.3 


768 




POR4 61 99 


CQ846392 


Sequence 


Q 


11 


1238 


94 


. 1 


26771 


1 




AY330637 


Helicobac 




1 9 

X £ 




94 


. 1 


768 


o 


LyO *± O j / U 


CQ846370 


Sequence 




-L -J 


123 7 


94 


.1 


768 


c 

D 


pOfl4fil RR 


CQ846388 


Sequence 


Q 


14 


1237 


94 


. 1 


20229 




AP2R9fl I 51 


AF282853 


Helicobac 


r> 

V- 


1 ^ 
x -j 


1 oic 

16J J 


93 


.9 


7498 


1 
X 


HI J jUD'iUiJJ 


AY330642 


Helicobac 




16 


1233 


93 


.8 


768 


c. 

O 


POR4fi"} 9fi 


CQ846390 


Sequence 




1 7 

x / 


1 9 "3 7 

XZ j J 


93 


.8 


768 


(Z 


V^V Oft DJ 17 ft 


CQ846394 


Sequence 




1 fl 


i 9 7 n 

XZ J u 


93 


.5 


768 


(Z 
O 


Lyo^ oo oz 


CQ846382 


Sequence 




1 9 

X .7 


199 9 


93 


.5 


768 


(Z 
D 




CQ846396 


Sequence 


C 


z u 


1 9 9 Q 
XZ Z j 


93 


.5 


38561 


X 


AT31 OflAO'l 


AB120423 


Helicobac 




X 


1 9 9 ft 
X z z o 


93 


.4 


768 


c. 

D 


v^y oft o o / ft 


CQ846374 


Sequence 






1997 


93 


.3 


768 


(Z 


pnpd 7 R 


CQ846378 


Sequence 




9 7 


1999 
X z z z 


92 


.9 


768 


r 
o 


v»,y o ft d j ou 


CQ846380 


Sequence 


i~ 


94. 
z ft 


1 9 07 
X z u / 


91 


.8 


5925 


i 

X 




X70039 H 


.pylori ca 




9 

Z D 


1 9 07 
XZ U / 


91 


. 8 


5925 


c 
O 




A76409 Sequence 4 


C 


9 £ 

z o 


i 9 n 7 

X Z U / 


91 


.8 


5925 


tz 
D 


aku yyj4 j 


AR099343 


Sequence 


C 


Z 1 


Xz U / 


91 


. 8 


5925 


6 


AR1123 80 


AR112380 


Sequence 


C 


28 


1207 


91 


.8 


5925 


6 


AX030324 


AX030324 


Sequence 


c 


29 


1207 


91 


.8 


5925 


6 


BD000835 


BD000835 


Helicobac 


c 


30 


1207 


91 


.8 


5925 


6 


BD000839 


BD000839 


Helicobac 




31 


1204 


91 


.6 


749 


6 


CQ846376 


CQ846376 


Sequence 


c 


32 


1197 


91 


.0 


37837 


1 


AB120419 


AB120419 


Helicobac 




33 


1195 


90 


.9 


749 


6 


CQ846372 


CQ846372 


Sequence 


c 


34 


1169 


88 


.9 


1017 


1 


AY269155 


AY269155 


Helicobac 


c 


35 


1151 


87 


.5 


1011 


1 


AY269157 


AY269157 


Helicobac 




36 


1124 


85 


.5 


709 


1 


AY242079 


AY242079 


Helicobac 




37 


1101 


83 


.7 


709 


1 


AY242080 


AY242080 


Helicobac 


c 


38 


1043 


79 


.3 


695 


1 


AY269156 


AY269156 


Helicobac 


c 


39 


1028 


78 


.2 


695 


1 


AY269158 


AY269158 


Helicobac 




40 


871 


66 


.2 


555 


1 


AY242081 


AY242081 


Helicobac 




41 


825 


62 


.7 


498 


1 


AY153266 


AY153266 


Helicobac 




42 


824 


62 


.7 


498 


1 


AY153327 


AY153327 


Helicobac 




43 


820 


62 


.4 


498 


1 


AY153267 


AY153267 


Helicobac 




44 


819 


62 


.3 


498 


1 


AY153323 


AY153323 


Helicobac 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_j?lus_j?2n model 

Run on: February 10, 2006, 17:51:43 ; Search time 619 Seconds 

(without alignments) 
2745.552 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-729-571B-2 
1315 

1 MKIGVFDSGVGGFSVLKSLL FHASGDVIWLERQAKEWLKL 255 



Scoring table : 



BLOSUM62 

Xgapop 10.0 , Xgapext 0 . 5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 



Searched: 



4996997 seqs, 3332346308 residues 



Total number of hits satisfying chosen parameters: 



9993994 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



Command line parameters: 
-MODEL=frame+_p2n. model -DEV=xlh 

-Q=/abss/ABSSWEB__spool/US1072 9571/runat_09022 006_102147_17223/app_query.fasta_l 
-DB=N_Geneseq -QFMT=fastap -SUFFIX=p2n . rng -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits - START= 1 -END=-1 -MATRIX=blosum62 -TRANS=human4 0 . cdi -LIST=45 
-DOCALIGN=2 00 -THR_SCORE=pc t -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL 
-OUTFMT=ptO -N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 000000000 -HOST=abss03h 
-USER=US 1072 957 1_@CGN_1_1_7 2 7_@runa t_0 902200 6_1 0214 7_1 7223 -NCPU= 6 - ICPU= 3 
-N0_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=120 
- W ARN_T I MEOUT =30 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP =6 -FGAPEXT=7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7- 

Database : N_Geneseq_2 1 : * 

1 : geneseqn!980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2 000s : * 

4 : geneseqn2 001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7: geneseqn2 002bs : * 

8 : geneseqn2 003as : * 

9 : geneseqn2 003bs : * 

10 : geneseqn2003cs : * 

11 : geneseqn2003ds : * 

12 : geneseqn2004as : * 



13 : geneseqn2004bs : * 
14: geneseqn2005s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



tfo . 


Score 


Match Length DB 


ID 


Dp qrri nt *i on 


1 


1315 


100 


.0 


768 


12 


ADR04137 


Adr04137 Helicobac 


2 


1257 


95 


.6 


768 


12 


ADR04139 


Adr0413 9 Helicobac 


3 


1248 


94 


.9 


765 


12 


ADR04169 


AriT*041 fiQ HpI i rnhar 


4 


1248 


94 


. 9 


768 


4 


nnQ J j O U 1 


AaQ^^fim Hp "I -i rTilnac 
nabj joui nc x x ^uua^< 


5 


1248 


94 


. 9 


768 


8 


rlv^rt *± o / o 


ri^dJ *x O / O XT X UA.al y L- 




X ^ *± O 


94 


.9 


768 


12 


e\UI\\J *± -L j .j 


nUI ID j flcll L.V-/JJdv_ 


7 


1246 


94 


.8 


768 


12 


anpn^i R7 

>ai j re V/ 1 J. J / 


aHr*041^7 HpI i rnhar 


8 


1240 


94 


.3 


768 


12 


ADR04 1 fi"* 


Ad"r041fi"} HpI -i rohar 


9 


1237 


94 


. 1 


768 


12 


ADR04 141 


AHt-04141 HpI i rnhar 


10 


1237 


94 


.1 


768 


12 


ADR 041 


&H"r041R9 HpI nrnhar 


11 


1233 


93 


.8 


768 


12 


ADR04161 


Adr04161 Helicobac 


12. 


1233 


93 


.8 


768 


12 


ADR04 1 fiR 


AHt041^R HpI i rnhar 


13 


1230 


93 


.5 


768 


12 


ADR04153 


Adr04153 Helicobac 


14 


X Z« J7 


93 


.5 


768 


12 


ADR 04 1 67 


rtUX ID / ncllLUJjdL 


15 


1228 


93 


.4 


768 


12 


ADR 04 1 4 R 
i-ixvrt u lit j 


AHt-0414R HpI -i rnhar 


X o 


i 007 

J- 4& Z / 


93 


.3 


768 


12 


nUI\*\J *± X *± -7 


QH^fl A 1 A Q Hoi "5 o ^ V* o 

M.ux u*± x*t ncllCulJaC 


17 


1222 


92 


.9 


768 


12 


ADR 041 R1 

/tX^xn. U *± X j X 


AH-rflAI ^ 1 Hp! t rnhar 
rtUIU*tlDl lie X x UUJJdCJ 


18 


12 07 


91 


. 8 


5925 


2 




Aciqft o / j j v».m.x gene. 


19 


1207 


91 


. 8 


19932 


2 


AAT4 fil ^ 9 


/latTOlO j VwdyX 1ULU 


20 


1204 


91 


.6 


749 


12 


ADR 041 4 7 




21 


1195 


90 


. 9 


. 749 


12 


ADR 04 14^ 

rib 1 1\ i.T J 


AHt0414^ HpI i rnhar 


22 


1 1 OR 

X X V O 


84 


.3 


657 


2 


AATfiftl 
r\r\. J. OOlJj 


/iatooij o ri . pyiori 


23 


972 


73 


. 9 


564 


2 


AAT67 571 


Aat-fi7R71 H nvlnri 


24 


659 


50 


.1 


753 


8 


AfA^ 0RR7 


ntojUDO / riOA,aryOC 


25 


4 1 R 


31 


.6 


765 


12 


ADR 04 9 0 Q 


A/^y^nA O n Q 7i T^-I 7>-/-\T»> Vl •? 

Huiufizu^ m. pyropni 


o 


Ann 


30 


.4 


1341 


4 


/■LDxjO Z 27 U *± 


ADxozyu4 rieau-resi 


27 


7^ 


28 


.4 


804 


8 


MX-M/l / j Z 7 


Aca^k / j z y riOKaryoc 


9 ft 
z o 


jDZ . J 


27 


.6 


792 


3 




ADKiiDjy rieat resi 


*5 Q 

z y 




27 


.5 


801 


8 


AC- A4 D D b 4 


Aca46654 Prokaryot 


30 


361 


27 


.5 


768 


4 


AAS51328 


Aas51328 Enterococ 


31 


361 


27 


.5 


822 


12 


ADR04179 


Adr04179 E faecali 


32 


361 


27 


.5 


828 


4 


AAS52986 


Aas52986 Enterococ 


33 


360 


27 


.4 


798 


4 


AAS51709 


Aas51709 Staphyloc 


34 


360 


27 


.4 


798 


8 


ACF72881 


Acf72881 Staphyloc 


35 


360 


27 


.4 


801 


4 


AAS55254 


Aas55254 Staphyloc 


36 


360 


27 


.4 


801 


4 


AAS54605 


Aas54605 Staphyloc 


37 


360 


27 


.4 


801 


8 


ACA19705 


Acal9705 Prokaryot 


38 


360 


27 


.4 


801 


14 


ADW94335 


Adw94335 Prolifera 


39 


360 


27 


.4 


810 


6 


ABN91553 


Abn91553 Staphyloc 


40 


360 


27 


.4 


810 


13 


ADS02511 


Ads02511 Staphyloc 


41 


360 


27 


.4 


1896 


14 


' ADW94108 


Adw94108 Staphyloc 


42 


355 


27 


.0 


822 


12 


ADH97047 


Adh97047 E. faecal 


43 


355 


27 


.0 


822 


12 


ADH97049 


Adh97049 E. faecal 


44 


355 


27 


.0 


822 


14 


AEC13404 


Aecl3404 Enterococ 


45 


355 


27 


.0 


822 


14 


AEC13402 


Aec 1 3 4 0 2 Enterococ 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame _plus_p2n model 

Run on: February 10, 2006, 18:22:04 ; Search time 822 Seconds 

(without alignments) 
2565.318 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-10-729-571B-2 
1315 

1 MKIGVFDSGVGGFSVLKSLL FHASGDVIWLERQAKEWLKL 255 

BL0SUM62 

Xgapop 10.0 , Xgapext 0.5 
Ygapop 10.0 , Ygapext 0.5 
Fgapop 6.0 , Fgapext 7 . 0 
Delop 6.0 , Delext 7 . 0 



Searched: 



9793542 seqs, 4134689005 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



19587084 



Post-processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Command line parameters: 

- MODEL = f r ame +_J>2 n . mode 1 - DEV=xlh 

-Q=/abss/ABSSWEB_spool/US1072 9571/runat_09022 006_102155_17375/app_query. fasta_ 
-DB=Published_Applications_NA_Main -QFMT=fastap -SUFFIX=p2n . rnpbm 
-MINMATCH=0.1 -LOOPCL=0 -LOOPEXT=0 -UNITS=bits -START=1 -END=-1 
-MATRIX=blosum62 - TRANS =human40 . cdi -LIST=45 -D0CALIGN=2 00 -THR_SCORE=pct 
-THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL -0UTFMT=pto -N0RM=ext 
-HEAPSIZE=500 -MINLEN=0 - MAXLEN= 2000000000 -HOST=abss04 

- US ER=US 1072 957 1_@CGN_1_1_1 0 2 6_@runa t_0902200 6_1 0215 5_1 73 75 - NCPU= 6-1 CPU= 3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=12 0 
- W ARN_T I MEOUT = 3 0 - THREADS = 1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database : 



Published 
1 : /cgn2_ 
/cgn2 
/cgn2 
/cgn2_ 
/cgn2_ 
/cgn2_ 
/cgn2_ 
/cgn2_ i 
/cgn2_i 
/cgn2 



2 
3 
4 
5 
6 
7 
8 
9 

10 



Applications_NA_Main : * 
6/ptodata/ l/pubpna/US07_PUBCOMB . seq : * 
6/ptodata/l/pubpna/US08_PUBCOMB. seq: * 
6/ptodata/l/pubpna/US09A_PUBCOMB . seq: 
6/ptodata/l/pubpna/US09B_PUBCOMB . seq : 
6/ptodata/l/pubpna/US10A_PUBCOMB.seq: 
6/ptodata/ l/pubpna/US10B_PUBCOMB. seq: 
6/ptodata/ l/pubpna/US10C_PUBCOMB. seq: 
6/ptodata/ l/pubpna/US10D_PUBCOMB . seq: 
6/ptodata/l/pubpna/US10E_PUBCOMB. seq: 
JS /ptodat a / 1 /pubpna/US 1 l_PUBCOMB . seq : 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1315 


100 


.0 


768 


7 


US- 


-10 


-335 


-977-2873 


Sequence 


2873, Ap 


2 


1315 


100 


.0 


768 


8 


US- 


■10 


-729 


-571B-1 


Sequence 


1, Appli 


3 


1257 


95 


.6 


768 


8 


US- 


•10 


-729 


-571B-3 


Sequence 


3, Appli 


4 


1248 


94 


.9 


765 


8 


US- 


•10 


-729 


-571B-33 


Sequence 


33, Appl 


5 


1248 


94 


.9 


768 


3 


US- 


-09 


-815 


-242-7238 


Sequence 


7238, Ap 


6 


1248 


94 


. 9 


768 


7 


US- 


-10 


-282 


-122A-22546 


Sequence 


22546, A 


7 


1248 


94 


.9 


768 


8 


US- 


•10 


-729 


-571B-19 


Sequence 


19, Appl 


8 


1246 


94 


.8 


768 


8 


US- 


-10 


-729 


-571B-21 


Sequence 


21, Appl 


9 


1240 


94 


.3 


768 


8 


US- 


-10 


-729 


-571B-27 


Sequence 


27, Appl 


10 


1237 


94 


. 1 


768 


8 


US- 


•10 


-729 


-571B-5 


Sequence 


5, Appli 


11 


1237 


94 


.1 


768 


8 


US- 


•10 


-729 


-571B-23 


Sequence 


23, Appl 


12 


1233 


93 


.8 


768 


8 


US- 


•10 


-729 


-571B-25 


Sequence 


25, Appl 


13 


1233 


93 


.8 


768 


8 


us- 


10 


-729 


-571B-29 


Sequence 


29, Appl 


14 


1230 


93 


. 5 


768 


8 


us- 


10 


-729 


-571B-17 


Sequence 


17, Appl 


15 


1229 


93 


.5 


768 


8 


us- 


10 


-729 


-571B-31 


Sequence 


31, Appl 


16 


1228 


93 


.4 


768 


8 


us- 


10 


-729 


-571B-9 


Sequence 


9, Appli 


17 


1227 


93 


.3 


768 


8 


us- 


10 


-729 


-571B-13 


Sequence 


13, Appl 


18 


1222 


92 


.9 


768 


8 


us- 


10 


-729 


-571B-15 


Sequence 


15, Appl 


19 


1207 


91 


. 8 


5925 


3 


us- 


09 


-921 


-157-4 


Sequence 


4, Appli 


20 


1204 


91 


.6 


749 


8 


us- 


10 


-729 


-571B-11 


Sequence 


11, Appl 


21 


1195 


90 


.9 


749 


8 


us- 


10 


-729 


-571B-7 


Sequence 


7, Appli 


22 


1108 


84 


.3 


657 


7 


us- 


10 


-335 


-977-2872 


Sequence 


2872, Ap 


23 


972 


73 


.9 


564 


7 


us- 


10 


-335 


-977-2871 


Sequence 


2871, Ap 


24 


659 


50 


.1 


753 


7 


us- 


10 


-282 


-122A-18457 


Sequence 


18457, A 


25 


415 


31 


.6 


765 


8 


us- 


10 


-729 


-571B-73 


Sequence 


73, Appl 


26 


373 


28 


.4 


804 


7 


us- 


10 


-282 


-122A-35199 


Sequence 


35199, A 


27 


362 


27 


.5 


801 


7 


us- 


10 


-282 


-122A-34524 


Sequence 


34524, A 


28 


361 


27 


.5 


768 


3 


us- 


09 


-815 


-242-3910 


Sequence 


3910, Ap 


29 


361 


27 


.5 


822 


8 


us- 


10 


-729 


-571B-43 


Sequence 


43, Appl 


30 


361 


27 


.5 


828 


3 


us- 


09 


-815 


-242-6623 


Sequence 


6623, Ap 


31 


360 


27 


.4 


798 


3 


us- 


09 


-815 


-242-4291 


Sequence 


4291, Ap 


32 


360 


27 


.4 


801 


3 


us- 


09 


-815 


-242-8242 


Sequence 


8242, Ap 


33 


360 


27 


.4 


801 


3 


us- 


09 


-815 


-242-8891 


Sequence 


8891, Ap 


34 


360 


27 


.4 


801 


7 


us- 


10 


-282 


-122A-7575 


Sequence 


7575, Ap 


35 


360 


27 


.4 


801 


8 


us- 


10 


-857 


-625-275 


Sequence 


275, App 


36 


360 


27 


.4 


810 


7 


us- 


10 


-724 


-972A-1806 


Sequence 


1806, Ap 


37 


360 


27 


.4 


1896 


8 


us- 


10 


-857 


-625-42 


Sequence 


42, Appl 


38 


355 


27 


.0 


822 


9 


us- 


10 


-953 


-901-238 


Sequence 


238, App 


39 


355 


27 


.0 


822 


9 


us- 


10 


-953- 


-901-240 


Sequence 


240, App 


40 


355 


27 


.0 


825 


7 


us- 


10- 


-282- 


-122A-6347 


Sequence 


6347, Ap 


41 


355 


27 


.0 


11597 


3 


us- 


09- 


-070- 


-927A-222 


Sequence 


222, App 


42 


354 


26, 


.9 


801 


8 


us- 


10- 


-729- 


-571B-45 


Sequence 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_ p2n model 

Run on: February 10, 2006, 18:02:09 ; Search time 4082 Seconds 

(without alignments) 
2922.760 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table : 



US-10-729-571B-2 
1315 

1 MKIGVFDSGVGGFSVLKSLL FHASGDVIWLERQAKEWLKL 255 

BL0SUM62 

Xgapop 10.0 , Xgapext 0.5 
Ygapop 10.0 , Ygapext 0 . 5 
Fgapop 6.0 , Fgapext 7 . 0 
Delop 6.0 , Delext 7 . 0 



Searched: 



41078325 seqs, 23393541228 residues 



Total number of hits satisfying chosen parameters : 82156650 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- MOD EL = f rame +_jp2 n . model -DEV=xlh 

-Q=/abss/ABSSWEB_spool/US1072 9571/runat_09022006_102151_17277/app_query. fasta_l 
-DB=EST -QFMT=fastap -SUFFIX=p2n . rst -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL 
-OUTFMT=ptO -N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 -HOST=abss03h 
-USER=US10729571_@CGN_l_l_5315_@runat_09022006_102151_17277 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=12 0 
- WARN_T I MEOUT =30 - THREADS =1 -XGAPOP=10 -XGAPEXT= 0.5 -FGAPOP =6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT =7 



Database : 



EST:* 


1 


gb_estl : * 


2 


gb_est2 : * 


3 


gb_est3 : * 


4 


gb_htc : * 


5 


gb_est4 : * 


6 


gb_est5 : * 


7 


gb_est6 : * 


8 


gb_est7 : * 


9 


gb_gssl : * 


10: gb_gss2 : 


11: gb_gss3 : 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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